The two most significant insights derived from the structures are how the RNA binding domains in each of the six subunits are organized and the fact that the 
the bottom of the cup, an RNA that has filled the last of the clefts would then naturally be directed right into the narrow passage of the secondary RNA binding site formed by the Q-loops.
One reason for calling the notched forms of the Rho hexamer a loading form was because in the crystals with AMPNP (the ATP mimic), the nucleotide did not make the standard contacts with the ATPase signature segments of Rho and a magnesium ion was not evident. It is presumed that contacts of RNA with the Q-loops would trigger the changes that convert the ATP binding sites to conformations that would be active for ATP hydrolysis. It is also presumed that these changes would also convert Rho from the notched form to a fully closed ring. Once closed, actions of the Q-loops on the RNA that are coupled to ATP hydrolysis would cause the RNA to be translocated in a 5Ј to 3Ј direction through the center of the ring. Clearly the next major challenge to understanding this mechanism is to obtain crystals of Rho with RNA and nucleotides that have the RNA passing through the secondary RNA binding site.
In a cell, Rho acts to cause termination at the ends of genes, at some attenuator sites preceding genes, and can cause premature termination of a transcript within a gene if the nascent RNA is not being translated normally (Richardson, 1991) . In all cases the ability to terminate is governed by the ability of Rho to load onto the RNA. Although Rho does have a strong preference of binding to C-rich, single stranded RNAs, a number of transcripts have sequence segments with those properties. As a consequence, the major determinant of Rho function The ability to obtain good quality crystals of intact Rho in complexes with RNA and ATP has brought models for the mechanism of Rho action onto solid ground. Because Rho does act as an ATPase on well-defined substrate RNAs, such RNAs can be used to form cocrystals. The structures of these complexes will likely reveal specific details of how Rho can use ATP hydrolysis to translocate a single-stranded RNA through its secondary site. Skordalakes and Berger's breakthrough has already provided important insights into how Rho terminates transcription. Further advances will help solve the more general problem of how hexameric helicases can translocate along single-stranded nucleic acids.
